IDENTIFICATION

Species: Sphagnum fallax

Locus: Sphfalx0047s0059

Gene Model: Sphfalx0047s0059.1.p
Description: STEXPA-18

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sfallax_v0_5
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sfallax_v0_5
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Query seq,
Superfanilies PLNO00OS0

B Name Accession Description Interval  E-value
[+] PLN00050 super family 535 expansin A; Provisional 39-263 2.86e-97
SEQUENCES

Peptide

>SfEXPA-18

MATSTTSQYHFALVPQLLLLALAAALLFAGSVQCGGYTGTSWGSAHATFYGGADAS
GTQGGACGYGNTYSTGYGVDTAALSSALFNSGLSCGACYQLICVDSPWCLGGNPGG
ITVTATNFCPDGSNGGWCNPPLEHFDLAQPMFLQLAQERGGVVPVSYRRVACIKSGG
MRFTINGNPFFMLVLITNVGGAGDIQQVSVKGANTGSWYPLSRNWGQNWQYSGINL
QSQPLSFSVTTSDGETVISNDVAPAYWQLGSTYEGAQFPE*

CDS (coding sequence)
>SFfEXPA-18

ATGGCTACTTCCACCACCTCTCAGTACCATTTTGCACTAGTACCGCAACTCTTGCT
GCTTGCACTTGCAGCCGCATTGCTTTTCGCGGGATCAGTTCAATGCGGAGGTTAC
ACAGGAACTAGCTGGGGATCCGCACATGCAACTTTCTATGGTGGCGCTGATGCAT
CCGGAACTCAAGGTGGAGCTTGTGGGTATGGCAACACCTACAGCACAGGTTACG
GAGTGGACACTGCGGCGCTCAGTTCGGCTCTCTTCAACAGTGGTCTCAGCTGTGG
AGCTTGCTATCAGCTCATTTGCGTGGATTCCCCTTGGTGCCTAGGAGGAAATCCTG
GAGGGATTACAGTTACAGCCACAAACTTCTGTCCCGACGGTTCTAATGGAGGCTG
GTGTAACCCTCCTCTGGAACACTTTGATCTTGCGCAGCCCATGTTTTTGCAACTCG
CACAGGAGCGGGGAGGAGTCGTACCTGTGAGCTACAGAAGAGTAGCCTGCATCA
AATCTGGGGGAATGCGCTTCACCATCAACGGAAACCCCTTCTTCATGCTGGTTCT
CATCACCAACGTAGGAGGCGCAGGAGACATCCAGCAAGTGTCCGTCAAAGGAGC
TAACACGGGAAGCTGGTACCCATTGAGCAGGAACTGGGGTCAAAACTGGCAGTA
CAGCGGCATTAACCTGCAGTCACAGCCACTGTCGTTCAGCGTCACCACTAGCGAC
GGCGAGACCGTGATTTCCAACGATGTAGCACCAGCGTACTGGCAACTGGGATCTA
CATACGAGGGAGCACAATTCCCTGAATGA

Nucleotide
>STEXPA-18

GGTTGTTCATCACTCAGCTACTGCCCACTGCCTCTACGTGCCTGCCTGTCTTCATA
ACTGAGACTCCGCGTTTTCTGTGCAGCAACTGCGCCAGCTGCAAGAAAGAATCTC
CAGCCGTGTGCCAGCCAGTGCAACAACACCCACAGCAGCAGCAGCAGAAGAAGA
AGAAGAAGTAGAGGAATTATGGCTACTTCCACCACCTCTCAGTACCATTTTGCAC
TAGTACCGCAACTCTTGCTGCTTGCACTTGCAGCCGCATTGCTTTTCGCGGGATCA



GTTCAATGCGGAGGTTACACAGGAACTAGCTGGGGATCCGCACATGCAACTTTCT
ATGGTGGCGCTGATGCATCCGGAACTCAAGGTACAAAGATCTAAAACAACCCAT
CATGTAGATCAAGTGCTCCGAACCTTCTCATCGACCTTCATCTTCTTCTTTTTCTTT
TTCAGCTGCAGAACTTCTTCACCATTTTGATTGAAATTCTGGAACCAGCCCATGCA
GAGTGGGGGGTTTTCATTTTTCCAAAGGCCGGCAGAGCAGGAGCTGGAGGTTCTG
ACTTTACAGTATGTGCGTGTGTGCGTGCATGGGTCTGGATTTGCAGGTGGAGCTT
GTGGGTATGGCAACACCTACAGCACAGGTTACGGAGTGGACACTGCGGCGCTCA
GTTCGGCTCTCTTCAACAGTGGTCTCAGCTGTGGAGCTTGCTATCAGCTCATTTGC
GTGGATTCCCCTTGGTGCCTAGGAGGAAATCCTGGAGGGATTACAGTTACAGGTA
CTACTTAGTTTCAGTAGTGTATACTTCGATGGAACAATAGATTTGTCAAATCTGAT
CAATCTCTTGAGCAAGCTTTTATATTCATGCCTACATTGGACTCTTCATCTGAGCA
CTGAACTAATTTTGTCTACGACTTTTTGTTTTCTTTTTGCAGCCACAAACTTCTGTC
CCGACGGTTCTAATGGAGGCTGGTGTAACCCTCCTCTGGAACACTTTGATCTTGC
GCAGCCCATGTTTTTGCAACTCGCACAGGAGCGGGGAGGAGTCGTACCTGTGAGC
TACAGAAGGTCCGTTCCACTAGAAACTTTGCATTGTTCATCAATATTAATATAATG
CAGCTCCACCCATGCTCGACCACCCATGCTGACTCCTGTAACAGTATTTCTGACAC
CCAAGATGAGTTCTTTACTTTTTCGCAACCTCACCCATAAAACTGAAACTGGGATT
GCAAAAGGTGGGAGATTACTAATAGCAACTCGCCTAGACCAATCAGACGAATCA
ACAGCAGATGAACATTAACCTTTGTTGTGCCTTTTGCCAACCTTTGCATGTTTTGA
CTTTTCTACATTCAAAATTTGCTATAGAGTGCACCGGTGAAGTTGCTGCTCCAAGT
TCTCAGTGGTGTTTTTTTTTTTCTTGGATGGATTTGCAGAGTAGCCTGCATCAAAT
CTGGGGGAATGCGCTTCACCATCAACGGAAACCCCTTCTTCATGCTGGTTCTCATC
ACCAACGTAGGAGGCGCAGGAGACATCCAGCAAGTGTCCGTCAAAGGAGCTAAC
ACGGGAAGCTGGTACCCATTGAGCAGGAACTGGGGTCAAAACTGGCAGTACAGC
GGCATTAACCTGCAGTCACAGCCACTGTCGTTCAGCGTCACCACTAGCGACGGCG
AGACCGTGATTTCCAACGATGTAGCACCAGCGTACTGGCAACTGGGATCTACATA
CGAGGGAGCACAATTCCCTGAATGACGAATATCACCACCCCCTTACAAAATGTCC
AGTTATGGAGTATATATATATATATAACAATTCTCAAACCAGCAAACAATTAAGT
GATGATAGTAATATAATTACTTTCGCATCGATTTGGCACTTGTCCTGCAATAGACT
AGTGGAGCCCAGTGCAGTCACATTGAATTCGGTTGCTCCTGTTTAGTGGTTCTGCT
GCTATTCCGGAAGCAGCAGCAGCAGCATTGCAACAGCTTAACAAGTAGCATCAC
CCATTGCATGAGAAGGGAGCATGCATGTATTATAGAAATTATGTTGTTCTAGAGT
TATCATTATACCGTCAGGAGCTCGATCTATGCGAGAGAATCATGTTAACGATTTC
CTCGACTAGTAGTAGTAGTAGTAGCTAGGGGACCACTCGTGTAGTTAGTTACAGT
GCATTTTCAACGGTTCTGGGCGTCATCTGAGATTTATACGGAGCTTCGAAACGCTT
CCTCAATAAGCCGGCTTTCAAAGAGGGTCACTTTTAAGTCAGAAGCTGAAAGGGT
AGGGGTACCTTTTTTTTTAGTGCTTTTTAGTAGTGCTATGGATGATTGAACAATAC
CCATAAATGTGATTTTTTGTAAGGAGACCAGAGGTGCGCCATTGCGCCCGCTCTT
CATCAATCTAAATGCATAATATTCATGTTGA




